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16S rDNA
( )
1 3 2 1
* 510225; 2 510275)
16S rDNA 8 23
16S rDNA
MP ML , NJ 2 ;
; 16SrDNA ;
Q969.3571 A
Pentatomoi dea Hemiptera Cydnidae, Acanthosomatidae, Pentatomidae,
Heteroptera Pentatomomorpha, Scutelleridae, Dinidoridae, Tessaratomidae, Uro-
, , stylidae, Plataspidae )
4100 , L ygaei dae Coreoidae ,
360 ,
, 9 16
3
1
(] 1.1
, 8 23 , 6
(2.3l 2003 ; 16SrDNA
, GenBank ( 1),
b Henry (1997) I
(41 . Lygaeidae  Spilostethus hospes Coreoi-
16S rDNA &1 dae  Riptortus pedestris (20]
Coll 1.2 DNA
el DNA EaZy Nucleic
18SrDNA coxi Acid Isolation Kit ( Omega Bio-tek) DNA
S 18S rDNA Omega
8] , , : 30 50 mg
) ; ML 1 Buffer ,
16S rDNA K, 60 ; (24 1),
:2006-03-29 ; :2006-09-08
* (04009785)
, 1971 510225 ; E-mail :lihongmei0000 @163. com
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1 DNA
Table 1 The sources of samplesand DNA data of Pentatomoidea species
n - GenBank 2 Cod
Current family classfication axa Accesson No. ( GenBank) e
Pentatomoidea
Scutelleridae Coleotichus costatus AY252747 " ScuCole
Poecilocoris latus (Dallas) A Y986800x ScuPol
Choerocoris variegates AY252748 ScuCho
Tessaratomidae Tessaratoma papillosa (Drury) A YSE6306. TesTe2
Peltocopta crassiventris A 'Y252693 TesPd
Pl ataspidae Megacoptacribraria (Fabricius) A 'Y986805 PlaMe3
Pl ataspis cocci nel | oi des A 'Y252663 PaPa
Pentatomidae Erthesina f ullo ( Thunberg) A Y986801 PenEr5
Thol osanus sp. WCW-2003 AY252751 " PenTho
Hypogomphus sp. WCW-2003 AY252750 * PenHyp
Brochymena sp. WCW-2003 A Y252655 * PenBro
Ocirrhoe sp. WCW-2003 AY252749 * PenQOci
Acanthosomatidae Elasmostethus sp. WCW-2003 AY252797 * AcaBHas
El asmostethus scotti Renter A Y986804 AcaEas33
Stauralia compuncta AY252741 " AcaStau
Stauraliachloracantha AY252740 ° AcaStauCh
Anischys p. WCW-2003 AY252742 * AcaAni
Anischys luteovarius AY252744 ¢ AcaAniL
Cydnidae Amphaces 0. WCW-2003 A Y252743 * AcaAmp
Dinidoridae Allocoris p. WCW-2003 A Y252798 * CydAll
Urostylidae Megymenum . WCW-2003 A Y252697 * DinMegy
Coreoidea Urostylis p. A Y986799 UroUroD
Coreidae Urostylis westwoodi A Y252689 * UroUros
L ygaeoidea Ri ptortus pedestris (Fabricius) A Y986811 CoAlyR12
L ygaeidae Spilostethus hospes (Fabricius) A Y986808 LygS10
1) Henry (1997) Classfication follows Henry (1997) ;
2) *: Wheder &. Schuh(2004) GenBank Direct submisson to NCBI GenBank database by Wheeler and Schub
10000 r/ min ;
DNA ,10000 r/ min , ; 1.3 DNA
DNA , RNase A (20 SEQED (applied biosys
mg/ mL) : ML 2 Buffer , tems) , GenBank
; HiBind DNA ,8 000 Clustal-X (2]
r/ min ; DNA Wash Buffer ,8 000 16SrDNA ,
r/ min ; , 16S rRNA 3 (131
DNA ,8000 r/ min , DNA , 16S rDNA
16SrDNA , )
Smon Y L R-J-12887 (16Sbr) : ht-
5-CCGGTT TGA ACT CAGATCATG3 ,LR tp://life. zsu. edu. cn/insect _16S rDNA/
N-13398 (16Sar) :5-CGC CTG TTT AAC AAA MEGA 2.0 / ;
AACATGS3 p ( )  Kimura
25uL:2 60uL DNA,0.5U Taq K2p+l)
DNA , L.5pL 10M mol/ L 1 , 2.0 PAUP" 4.010b
ML 2.5 mmol/L dNTPs, 2.5d L 10 x buffer (neighbor-joining, NJ) ,
95 5min 35 (maxi mum parsimony ,M P)
1 95 30 s, 48 60s ,72 (maximum likelihood ,ML)
1.5min, 1 8 min PCR [14]
, DNA MrModeltest ,
(QIA GEN ) PE 377 PAUP 4.010b



5 : 16SrDNA ( ) 509
MrModeltest , , , , , ,
fregA = 0. 317 5, freqC =0. 090 5, freqG = 1
0.1630, freqT = 0.4290; I = 0.3323;0 = , ,
0.9493 PAUP 4.010b , 1
(ML) ( 1-B) 6 , MP 3
2
2.1 MP
6 ML 4
16S rDNA (A Y986799 A Y986801 ,A Y986804- (), (), Allocoris 9.
A Y986806) , Ly WCW-2003 1 (),
aeidae Spilostethus hospes Coreoidae Tessaratoma papillosa 1 (),
Ri ptortus pedestris  16S rDNA (A Y986808 Peltocopta crassiventris
A 'Y986811) ; 17 16S rDNA 1 NJ ( 10 ML
GenBank : , ()
) .
16SrDNA 3 , 1 ()
L R-J-12887 (16Shr) L R-N-13398 (16Sar)
, 16S rRNA
75(helix75) , 16SrDNA
: (o] : 16S rDNA
['131 ’ [1.7.8]
477 bp 252 ( ,
52.83%) , 184 ( )
73.01 %) K2P+IN): T 40.1%, ,
C10.6%, A 31.0%, G18.3%, Bl Gapud (2
, AT (A+T=71.1%) , MP ML NJ
DNA ,
p ( )  Kimura , Gapud 2l
K2p+I) : (sl MP ML
., NJ 2
( ) :
2.2 Kumar
16S rDNA (MP) , (6]
(ML) (NJ) =l
(1 ,
( ), 6 (Length = (
871,C1=0.433,R1=0.416) , 1A
3
,  16SrDNA
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Phylogenetic Relationships of the Pentatomoidea Based on the Mitochondr ial
16SrD NA Sequences( Heter optera : Pentatomomor pha)
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Abstract

Sequences of mitochondrial 16S rDNA gene were used to generate a molecular phylogeny

for the Pentatomoidea based on 23 pecies representing 8 putative families. Phylogenetic analyses using
MP (maximum parsmony) ,ML (maximum likelihood) and NJ (neighbor-joining) showed that 16S

rDNA was aproper marker to reconstruct the phylogeny of Pentatomoidea. The results strongly suppor-

ted that the Pentatomoidea lineage was monophyly. The position of Cydnidae was not certain, which

would locate at the middle in the evolution process of the Pentatomoidea families. In MP tree and ML

tree ,Cydnidae and Pentatomidae were sster group formed a close relationship in NJ tree. Urostylidae
appeared to form an early clade and be basal to all sampled Pentatomoidea. The study supported the
view that Scutelleridae, Dinidoridae and Tessaratomidae should be separated from family Pentatomidae

and be three valid families.
Key words Pentatomoidea; 16S rDNA ; molecular phylogeny; Pentatomidae; Cydnidae; Urostyli-

dae



